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Figure S1. Boxplot showing how the number of accessory genes clusters varies with number of
samples using the standard length cut-off and a more lenient length cut-off when determining
clusters. Using the same identity thresholds but allowing the genes to be shorter reduces the

number of new clusters identified as samples are added.
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in gene order between each pair of samples. B —

dotplots showing the gene ordering between the pair with the highest correlation (Kato and UT176)

and the lowest correlation (Karp and TA686).
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Figure S3. Boxplot showing the number of islands conserved between samples across all different

combinations of samples.
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Figure S4. The number of genes per island in conserved versus non-conserved islands.
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Figure S5. The nucleotide sequence diversity (i) in genes in conserved and non-conserved islands.
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Figure S7. A phylogenetic tree showing the relationship between a tree generated using the 47kDa

antigen sequences, and the sequences of 657 core genes.
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Figure S8. A phylogenetic tree showing the relationship between a tree generated using MLST gene
sequences, and the sequences of 657 core genes. The 7 MLST genes (gpsA, mdh, nrdB, nuoF, ppdK,
sucD, and sucB) are taken from the scheme developed by Sonthayanon et al., 2010.



. lllumina PacBio . PacBio PacBio
. . lllumina . . . . PacBio .
. lllumina Illumina base pairs | lllumina PacBio base pairs n50 mean PacBio
Strain . . read R number
sequencing | accession length generated | coverage | accession | generated of reads read read coverage
J (Gbp) (Gbp) length length
Institute for | o \ap124 | 3000P PRIEB248
Karp Genome paired- 3.15 1434
. 40 34
Sciences end
0.31 20,789 23,354 15,147 143
Institute for 300bp
Kato Genome PRINAZ124 paired- 3.23 1469 PRIEB248
. 41 34
Sciences end
1.35 75,987 28,132 17,782 614
Institute for 300bp
Gilliam | Genome PRINAZ124 paired- 3.30 1501 PRIEB248
. 42 34
Sciences end
1.37 81,890 40,494 16,678 621
250bp
MicrobesN PRJEB2483 PRJEB248
TA686 G'Cro es A paired- 1.39 63 | 3,
end 0.35 23,153 22,742 15,013 158
Institute for 300bp
TA763 Genome PRINAZ124 paired- 4.30 1954 PRIEB248
. 54 34
Sciences end
2.10 84,163 41,496 24,912 953
Fpwio | OXford. PRIEB2483 | S00PP PRIEB248
Genomics paired- 1.63 742
38 4 34
Centre end
2.37 95,037 40,662 24,910 1076
Oxford 300bp
uT76 Genomics ZRJEBZ483 paired- 0.78 357 ;ZJEBMS
Centre end
0.69 46,978 28,716 14,698 314
Oxford PRIEB2483 | J00PP 2,286,026 PRIEB248
uT176 Genomics paired- 1039
4 ,448 34 647,714,9
Centre end
86 45,432 20,728 14,256 294

Table S1. Data sources and sequencing statistics for the lllumina and PacBio sequencing data used

in this study. Coverage has been estimated based on the base pairs of sequence data generated

divided by the length of the 2.2Mb reference genome. All PacBio data was generated by the

Genome Institute of Singapore.



Genome

NCBI Identifier

Orientia tsutsugamushi strain Boryong

GCF_000063545.1

Orientia tsutsugamushi strain lkeda

GCF_000010205.1

Rickettsia typhi strain Wilmington

GCF_000008045.1

Rickettsia endosymbiont of Ixodes scapularis

GCF_000160735.1

Table S2. NCBI identifiers for previously published strains used in this paper.

Genome Length of Core ge|'1es as Length of Repeat genes as
Sample proportion of percentage of
Length core genes repeat genes
genome genome
Boryong | 2127051 679631 0.32 748541 35
Gilliam 2465012 681491 0.28 1165831 a7
lkeda 2008987 683889 0.34 757868 38
Karp 2469803 682061 0.28 1163785 a7
Kato 2319449 682142 0.29 1039243 45
TA686 2254553 682706 0.30 933469 41
UT176 1932116 681689 0.35 738572 38
UT76 2078193 682964 0.33 826716 40

Table S3. Core gene and core repeat statistics.

Table S4. Core genes calculated by Roary. Gene names are given for the Karp strain.




Group

Gene group  number
clpP 1
gatB 2
gatA 2
group_5707 2
group_6080 2
group_7975 2
group_250 3
group_5845 3
group_7831 3
group_5846 3
group_5550 3
group_5397 3
group_5847 3
ftsL 3
group_5670 3
group_6027 3
group_7111 3
group_6028 3
group_5671 3
group_4752 4
group_5324 5
group_5345 6
group_5664 6
group_5663 6
group_5839 6
group_5662 6
group_5548 6
group_5349 7
group_6051 7
group_5858 7
group_5857 7
group_6050 7

group_5856 7

Annotation

ATP-dependent Clp protease proteolytic subunit

aspartyl/glutamyl-tRNA(Asn/Gln) amidotransferase subunit B

glutamyl-tRNA(GIn) amidotransferase subunit A

aspartyl/glutamyl-tRNA(Asn/Gln) amidotransferase subunit C

RNase J family beta-CASP ribonuclease

DNA-binding response regulator

transposase

multidrug ABC transporter ATP-binding protein

UMP kinase

phospho-N-acetylmuramoyl-pentapeptide- transferase

UDP-N-acetylmuramoylalanyl-D-glutamyl-2, 6-diaminopimelate--

D-alanyl-D-alanine ligase

UDP-N-acetylmuramoyl-L-alanyl-D-glutamate--2, 6-

diaminopimelate ligase

penicillin-binding protein

hypothetical protein

16S rRNA methyltransferase

molecular chaperone Dnal

molecular chaperone Dnak

BolA family transcriptional regulator

enoyl-ACP reductase

sodium:proline symporter

hypothetical protein

hypothetical protein

UDP-N-acetylmuramate--L-alanine ligase

UDP-N-acetylenolpyruvoylglucosamine reductase

D-alanine--D-alanine ligase

cell division protein FtsQ

DNA replication/repair protein RecF

hypothetical protein

virB4 protein precursor

type | glyceraldehyde-3-phosphate dehydrogenase

phosphoglycerate kinase

hypothetical protein

proline--tRNA ligase

Gene name Boryong

GatB

GatA

GatC

MraY

MurF

MurE

PBP

FtsL

Dnal

DnakK

ENR

MurC

MurB

Ddl

FtsQ

RecF

GapA

Pgk

ProS

Boryong_01
567

Boryong_01
584

Boryong_01
583

Boryong_01
582

Boryong_01
581

Boryong_01
580

Boryong_00
790

Boryong_00
791

Boryong_00
792

Boryong_00
793

Boryong_00
794

Boryong_00
795

Boryong_00
796

Boryong_00
797

Boryong_00
798

Boryong_00
799

Boryong_00
800

Boryong_00
801

Boryong_00
802

Boryong_00
980

Boryong_00
010

Boryong_00
676

Boryong_00
675

Boryong_00
674

Boryong_00
673

Boryong_00
672

Boryong_00
671

Boryong_01
099

Boryong_01
098

Boryong_01
097

Boryong_01
096

Boryong_01
095

Boryong_01
094

Gilliam

Gilliam_019
42

Gilliam_019
57

Gilliam_019
56

Gilliam_019
55

Gilliam_019
54

Gilliam_019
53

Gilliam_027
03

Gilliam_027
04

Gilliam_027
05

Gilliam_027
06

Gilliam_027
07

Gilliam_027
08

Gilliam_027
09

Gilliam_027
10

Gilliam_027
11

Gilliam_027
12

Gilliam_027
13

Gilliam_027
14

Gilliam_027
15

Gilliam_006
83

Gilliam_000
14

Gilliam_022
58

Gilliam_022
59

Gilliam_022
60

Gilliam_022
61

Gilliam_022
62

Gilliam_022
63

Gilliam_009
69

Gilliam_009
70

Gilliam_009
7

Gilliam_009
72

Gilliam_009
73

Gilliam_009
74

Ikeda

lkeda_0042
3

lkeda_0040
9

lkeda_0041
0

lkeda_0041
1

lkeda_0041
2

lkeda_0041
g

lkeda_0211
8

lkeda_0211
9

Ikeda_0212
0

lkeda_0212
1

lkeda_0212
2

lkeda_0212
3

Ikeda_0212
4

lkeda_0212
5

lkeda_0212
6

lkeda_0212
7

Ikeda_0212
8

lkeda_0212
9

lkeda_0213
0

lkeda_0186
3

Ikeda_0177
8

lkeda_0108
4

lkeda_0108
5]

lkeda_0108
6

lkeda_0108
7

lkeda_0108
8

lkeda_0108
9

lkeda_0000
1

lkeda_0000
2

lkeda_0000
B

lkeda_0000
4

lkeda_0000
5

lkeda_0000
6

Karp

Karp_01574

Karp_01279

Karp_01280

Karp_01281

Karp_01282

Karp_01283

Karp_00040

Karp_00041

Karp_00042

Karp_00043

Karp_00044

Karp_00045

Karp_00046

Karp_00047

Karp_00048

Karp_00049

Karp_00050

Karp_00051

Karp_00052

Karp_00697

Karp_00009

Karp_02002

Karp_02003

Karp_02004

Karp_02005

Karp_02006

Karp_02007

Karp_02387

Karp_02388

Karp_02389

Karp_02390

Karp_02391

Karp_02392

Kato

Kato_01535

Kato_01521

Kato_01522

Kato_01523

Kato_01524

Kato_01525

Kato_00709

Kato_00710

Kato_00711

Kato_00712

Kato_00713

Kato_00714

Kato_00715

Kato_00716

Kato_00717

Kato_00718

Kato_00719

Kato_00720

Kato_00721

Kato_02375

Kato_00009

Kato_00906

Kato_00905

Kato_00904

Kato_00903

Kato_00902

Kato_00901

Kato_02127

Kato_02126

Kato_02125

Kato_02124

Kato_02123

Kato_02122

TA686 uT176

TA686_0207 UT176_017
9 55

TA686_0028 UT176_017
8 41

TA686_0028 UT176_017
O] 42

TA686_0029 UT176_017
0 43

TA686_0029 UT176_017
1 44

TA686_0029 UT176_017
2 45

TA686_0116 UT176_005
2 74

TA686_0116 UT176_005
1 73

TA686_0116 UT176_005
0 72

TA686_0115 UT176_005
9 71

TA686_0115 UT176_005
8 70

TA686_0115 UT176_005
7 69

TA686_0115 UT176_005
6 68

TA686_0115 UT176_005
5 67

TA686_0115 UT176_005
4 66

TA686_0115 UT176_005
3 65

TA686_0115 UT176_005
2 64

TA686_0115 UT176_005
1 63

TA686_0115 UT176_005
0 62

TA686_0210 UT176_020
2 68

TA686_0119 UT176_000
8 09

TA686_0234 UT176_009
1 40

TA686_0234 UT176_009
0 39

TA686_0233 UT176_009
9 38

TA686_0233 UT176_009
8 37

TA686_0233 UT176_009
7 36

TA686_0233 UT176_009
6 35

TA686_0141 UT176_006
9 68

TA686_0141 UT176_006
8 67

TA686_0141 UT176_006
7 66

TA686_0141 UT176_006
6 65

TA686_0141 UT176_006
5 64

TA686_0141 UT176_006
4 63

UT76-HP

UT76-
HP_01648

UT76-
HP_01661

uT76-
HP_01660

uT7e6-
HP_01659

UT76-
HP_01658

UT76-
HP_01657

uT76-
HP_00998

uT7e6-
HP_00999

UT76-
HP_01000

UT76-
HP_01001

uT7e6-
HP_01002

uT7e6-
HP_01003

UT76-
HP_01004

UT76-
HP_01005

uT7e6-
HP_01006

uT7e6-
HP_01007

UT76-
HP_01008

UT76-
HP_01009

uT76-
HP_01010

uT7e6-
HP_02241

UT76-
HP_00009

UT76-
HP_01866

uT76-
HP_01867

uT7e6-
HP_01868

UT76-
HP_01869

UT76-
HP_01870

uT76-
HP_01871

uT7e6-
HP_00144

UT76-
HP_00143

uT76-
HP_00142

uT76-
HP_00141

uT7e6-
HP_00140

UT76-
HP_00139



group_7234

group_8077

group_6049

group_5557

group_5351

group_5352

group_8119

group_5359

group_5717

group_5494

group_5495

group_5718

group_6104

group_7746

group_5719

group_5458

group_5865

group_7705

group_6566

group_6058

group_7851

group_6059

group_5485

group_7287

group_5575

group_5491

group_5712

group_8049

group_5713

group_5579

group_5496

group_5411

group_5497

10

10

10

10

10

10

10

10

11

11

11

11

11

11

11

12

12

12

13

13

13

13

13

14

14

15

ATP-dependent Clp protease ATP-binding subunit ClpX ClpX
elongation factor P
extragenic suppressor protein SuhB SuhB

tRNA (adenosine(37)-N6)-threonylcarbamoyltransferase complex

dimerization subunit type 1 TsaB TsaB
hypothetical protein

glycerol-3-phosphate dehydrogenase (NAD(P)( )) GpsA
tRNA (N(6)-L-threonylcarbamoyladenosine(37)-C(2))-
methylthiotransferase MtaB MtaB
crossover junction endodeoxyribonuclease RuvC RuvC
tRNA dihydrouridine synthase DusB DusB

hypothetical protein

bifunctional 3-demethylubiquinone 3-O-methyltransferase/2-
octaprenyl-6-hydroxy phenol methylase

protein-(glutamine-N5) methyltransferase, release factor-specific

tRNA pseudouridine(38-40) synthase TruA TruA
50S ribosomal protein L13 L13
30S ribosomal protein S9 S9
rRNA (cytidine-2'-O-)-methyltransferase

serine--tRNA ligase SerS
twin-arginine translocase subunit TatC TatC
hypothetical protein

16S rRNA methyltransferase

chromosome partitioning protein ParA ParA
chromosome partitioning protein ParB
rod shape-determining protein MreC MreC
rod shape-determining protein MreB
dihydrolipoamide acetyltransferase

aspartate kinase AK
hypothetical protein

potassium transporter

5-formyltetrahydrofolate cyclo-ligase YgfA
hypothetical protein

ankyrin repeat-containing protein 13 Ank13

hypothetical protein

heme A synthase

Boryong_01
093

Boryong_01
092

Boryong_01
091

Boryong_01
090

Boryong_01
511

Boryong_01
513

Boryong_01
514

Boryong_01
866

Boryong_01
867
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868

Boryong_01
869

Boryong_01
870

Boryong_01
871

Boryong_01
872

Boryong_01
873

Boryong_01
202

Boryong_01
203

Boryong_01
204

Boryong_01
205

Boryong_01
206

Boryong_01
207

Boryong_01
208

Boryong_01
561

Boryong_01
562

Boryong_01
563

Boryong_01
771

Boryong_01
772

Boryong_01
773

Boryong_01
774

Boryong_01
775

Boryong_01
925

Boryong_01
926

Boryong_02
136

Gilliam_009
75

Gilliam_009
76

Gilliam_009
77

Gilliam_009
78

Gilliam_013
39

Gilliam_013
37

Gilliam_013
36

Gilliam_014
37

Gilliam_014
38

Gilliam_014
39

Gilliam_014
40

Gilliam_014
@

Gilliam_014
42

Gilliam_014
43

Gilliam_014
44

Gilliam_017
33

Gilliam_017
34

Gilliam_017
85

Gilliam_017
36

Gilliam_017
37

Gilliam_017
38

Gilliam_017
39

Gilliam_021
76

Gilliam_021
75

Gilliam_021
74

Gilliam_019
06

Gilliam_019
05

Gilliam_019
04

Gilliam_019
03

Gilliam_019
02

Gilliam_015
41

Gilliam_015
42

Gilliam_015
73

lkeda_0000
7

lkeda_0000
8

lkeda_0000
9

lkeda_0001
0

lkeda_0114
Bl

lkeda_0114
5

Ikeda_0114
6

lkeda_0105
B

lkeda_0105
4

lkeda_0105
5

lkeda_0105
6

lkeda_0105
7

lkeda_0105
8

lkeda_0105
9

lkeda_0106
0

lkeda_0048
2

lkeda_0048
1

lkeda_0048
0

lkeda_0047
9

lkeda_0047
8

lkeda_0047
7

lkeda_0047
6

lkeda_0033
6

lkeda_0033
5

lkeda_0033
4

lkeda_0077
2

lkeda_0077
3

lkeda_0077
4

lkeda_0077
5]

lkeda_0077
6

lkeda_0052
3

lkeda_0052
2

lkeda_0078
7

Karp_02393

Karp_02394

Karp_02395

Karp_02396

Karp_01848

Karp_01850

Karp_01851

Karp_02233

Karp_02234

Karp_02235

Karp_02236

Karp_02237

Karp_02238

Karp_02239

Karp_02240

Karp_01858

Karp_01859

Karp_01860

Karp_01861

Karp_01862

Karp_01863

Karp_01864

Karp_01810

Karp_01811

Karp_01812

Karp_01348

Karp_01349

Karp_01350

Karp_01351

Karp_01352

Karp_01630

Karp_01631

Karp_01402

TA686_0141 UT176_006
Kato_02121 3 62

TA686_0141 UT176_006
Kato_02120 2 61

TA686_0141 UT176_006
Kato_02119 1 60

TA686_0141 UT176_006
Kato_02118 0 59

TA686_0023 UT176_013
Kato_00841 1 64

TA686_0022 UT176_013
Kato_00843 9 66

TA686_0022 UT176_013
Kato_00844 8 67

TA686_0209 UT176_011
Kato_00938 2 31

TA686_0209 UT176_011
Kato_00937 1 32

TA686_0209 UT176_011
Kato_00936 0 33

TA686_0208 UT176_011
Kato_00935 9 34

TA686_0208 UT176_011
Kato_00934 8 35

TA686_0208 UT176_011
Kato_00933 7 36

TA686_0208 UT176_011
Kato_00932 6 37

TA686_0208 UT176_011
Kato_00931 5 38

TA686_0054 UT176_013
Kato_01661 5 57

TA686_0054 UT176_013
Kato_01662 6 56

TA686_0054 UT176_013
Kato_01663 7 55}

TA686_0054 UT176_013
Kato_01664 8 54

TA686_0054 UT176_013
Kato_01665 9 53

TA686_0055 UT176_013
Kato_01666 O 52

TA686_0055 UT176_013
Kato_01667 1 51

TA686_0116 UT176_018
Kato_01222 9 39

TA686_0116 UT176_018
Kato_01223 8 38

TA686_0116 UT176_018
Kato_01224 7 37

TA686_0034 UT176_017
Kato_01421 5 25

TA686_0034 UT176_017
Kato_01420 6 24

TA686_0034 UT176_017
Kato_01419 7 23

TA686_0034 UT176_017
Kato_01418 8 22

TA686_0034 UT176_017
Kato_01417 9 21

TA686_0009 UT176_012
Kato_01772 5 72

TA686_0009 UT176_012
Kato_01773 4 73

TA686_0121 UT176_017
Kato_01407 3 11

uT76-
HP_00138

uT7e6-
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UT76-
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HP_01169
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UT76-
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uUT76-
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uT76-
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HP_01635
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UT76-
HP_01300
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HP_01301
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UT76-
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sample Genome Length of repetitive sequence Perce-n'tage of genome which is
Length (bp) repetitive

Boryong 2127051 895302 42
FPW1038 2035338 957348 47

Gilliam 2465012 1246424 51

Ikeda 2008987 721214 36

Karp 2469803 1210014 49

Kato 2319449 1050415 45

TA686 2254553 976333 43

TA763 2089396 895735 43

uT176 1932116 635697 33

uT76 2078193 868414 42

REIS 2100092 426115 20
Wilmington | 1111496 0 0

Table S5. Total length of repetitive genome sequences in each strain, and as a percentage of the
genome. REIS: Rickettsia endosymbiont of Ixodes scapularis. Wilmington: Rickettsia typhi strain

Wilmington.




Product Boryong | Gilliam | lkeda | Karp | Kato | TA686 | UT176 | UT76
(p)pGpp hydrolase 37 31 25 40 26 14 16 25
(p)ppGpp synthetase 2 2 1 5 1 0 2 2
spoT ppGpp hydrolase 3 15 7 16 9 11 5 5
ABC transporter ATP-binding protein 1 2 2 2 3 2 3
Aconitate hydratase A 1 1 2 1 2 0 1
All ankyrin proteins 43 46 40 58 37 39 37 38

ankyrin 14 26 18 33 23 21 21 25

Ankyrin repeat-

containing protein 13 10 13 11 7 4 10 8

ankyrin repeat-

containing protein 09 4 6 3 4 2 8 3 3

ankyrin repeat-

containing protein 13 3 1 1 1 1 0 1 1

ankyrin repeat-

containing protein 16 9 0 2 7 2 2 1 0

ankyrin repeat-

containing protein 17 0 1 1 1 0 4 1 0

ankyrin repeat-

containing protein 19 0 2 2 1 2 0 0 1
ATP-binding protein 48 85 63 99 91 97 44 87
Cell division protein FtsB 1 2 1 1 1 1 1 1
All conjugal transfer proteins 461 532 378 570 | 502 | 462 330 481

conjugal transfer

protein 166 202 138 242 181 | 202 137 194

conjugal transfer

protein TraA 75 86 60 83 56 64 41 62

conjugal transfer

protein TraC 70 50 39 40 65 37 34 61

conjugal transfer

protein TraD 1 0 2 2 2 2 0 0

conjugal transfer

protein TraG 13 29 21 28 24 25 19 24

conjugal transfer

protein TraH 41 37 37 44 52 34 24 41

conjugal transfer

protein Tral 41 62 32 65 48 50 25 33

conjugal transfer

protein TraN 46 49 30 38 40 27 36 45




type-F conjugative
transfer system pilin

assembly protein TrbC 0 0 0 2 0 0 0 0

type-F conjugative

transfer system protein

TraW 8 17 19 26 34 21 14 21
deoxyribodipyrimidine photo-lyase 4 1 1 1 1 0 1 0
DNA helicase 0 0 1 3 6 0 0 1
DNA methyltransferase 27 32 17 29 26 22 17 28
DNA polymerase Il subunit epsilon 1 1 1 1 1 2 1 1
elongation factor Tu 2 2 2 2 2 2 2 2
exodeoxyribonuclease IlI 3 1 4 4 2 1 2 3
exodeoxyribonuclease VIl small subunit 1 1 1 1 1 2 1 1
Group Il intron-encoded protein LtrA 0 0 0 0 0 4 0 0
guanosine polyphosphate pyrophosphohydrolase 3 2 10 3 9 11 1 5
helix-turn-helix domain-containing protein 3 0 0 0 0 4 0 0
histidine kinase 1 8 9 8 13 16 1 9
HNH endonuclease 4 2 32 19 37 0 3
hydrolase 5 13 13 11 20 12 7 14
hypothetical protein 321 250 180 259 241 242 134 188
integrase 69 77 69 71 92 87 44 82
All transposases 338 602 306 325 242 | 409 487 242

DDE transposase family

protein 0 0 4 2 1 3 0 1

1S110 family

transposase 19 8 34 22 14 23 13 5

IS5 family transposase

ISOt6 199 157 101 143 | 85 163 73 87

1S630 family

transposase 26 342 71 27 37 83 316 29

transposase 94 95 96 131 105 137 85 120
lipase LipB 1 1 1 1 1 1 0 2
lysine--tRNA ligase 1 1 1 1 1 2 1 1
membrane protein 12 27 17 34 25 20 16 22
N-6 DNA methylase 6 1 0 0 0 0 0 0
NADP-dependent oxidoreductase 1 1 2 1 1 1 1 1
peroxiredoxin 1 2 4 4 7 5 2 2
phosphatidate cytidylyltransferase 1 2 1 1 1 1 1 1
phosphoribosylaminoimidazolesuccinocarboxamide
synthase 1 1 1 1 1 3 2 2
polyribonucleotide nucleotidyltransferase 1 1 1 1 1 1 1 2
preprotein translocase SecA subunit-like protein 0 4 2 7 2 9 0 2
Propionyl-CoA carboxylase beta chain 0 1 2 1 2 0 1 1
repeat-containing protein D 4 0 4 1 2 0 1 1
replicative DNA helicase 47 33 28 40 36 39 17 34
reverse transcriptase 58 19 32 5 33 23 2 6
RNA-binding protein 3 2 5 10 3 12 4 4
sodium:proline symporter 4 4 7 6 8 5 5 5
TAL effector protein PthXol 1 0 3 2 3 0 1 3
All TPR repeat-containing proteins 22 40 18 29 37 24 22 27

TPR repeat-containing

protein 03 0 12 6 8 10 7 11 4

TPR repeat-containing

protein 08 22 28 12 21 27 17 11 23
tryptophan--tRNA ligase 1 1 1 1 1
UDP pyrophosphate synthase 2 1 1 1 1




Table S6. Repeat gene counts in each strain. Repeat genes were grouped by protein similarity and

annotated with the product of the longest gene in the group where annotations differed.



Sample Pseudogenes Truncated 5' Truncated 3' Frameshift
Boryong 432 219 302 46
Gilliam 484 262 278 51
Ikeda 257 141 186 38
Karp 321 105 236 47
Kato 286 143 178 57
TA686 453 200 307 50
UT176 465 107 392 53
uUT76 319 149 203 52

Table S7. Pseudogenes and causes of pseudogenisation for each strain. The causes are not mutually
exclusive, and may sum to greater than the total number of pseudogenes.



56kDa 47kDa MLST Core genome
56kDa - 10 10 8
47kDa 10 - 8 6
MLST 10 - 10
Core genome | 8 10 -

Table S8. Robinson-Foulds distances between phylogenetic trees.
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